The results are based on averaged methylation rates of three independent experiments using genomic DNA from independent sorts. Significance of the methylation rate differences between compared subsets was calculated using 2-way ANOVA with Bonferroni's multiple comparisons test. Filled-coloured bars depict significant differences (s), non-filled bars not significant differences (ns). 
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Supplemental Figure 6 : mRNA expression levels of Th17-specific epigenetic signature genes in Th1, Th17 and naive T cells. Microarrays were performed with mRNA of ex vivo isolated naive T cells, Th1 and Th17 cells. The log2-normalized mRNA expression levels (p<0.05) are shown for known Th1 and Th17 signature genes and for the Th17-specific epigenetic signature genes in naive T cells, Th1, and Th17 cells with a colour coded expression scale from blue (-3) via yellow up to red (+3). Mean values generated from three independently performed RNA microarrays are depicted. 
